We report the complete genome sequence of a natural recombinant H9N2 avian influenza virus (AIV) that was isolated from a wild bird in the Republic of Korea in 2005. The genomic sequence and phylogenetic analyses showed that this virus contains six genes of North American lineage AIV and two genes of Eurasian lineage AIV. These data are beneficial for investigating the ecology and epidemiology of AIVs.
vian influenza virus (AIV) belongs to the influenza virus A genus of the Orthomyxoviridae family (1) . The AIV genome consists of eight segments of negative-sense, single-stranded RNA that encode at least 10 proteins, including 2 surface glycoproteins (hemagglutinin [HA] and neuraminidase [NA]), nucleoprotein (NP), three polymerase proteins (polymerase basic 2 [PB2], PB1, and polymerase acidic [PA]), two matrix (M) proteins (M1 and M2), and two nonstructural (NS) proteins (NS1 and NS2). AIVs are classified into subtypes based on the antigenic differences between their two surface glycoproteins, hemagglutinin (HA) and neuraminidase (NA). Sixteen HA subtypes (H1 to H16) and nine NA subtypes (N1 to N9) have been identified among influenza A viruses, and viruses of all subtypes and of the majority of possible combinations have been isolated from avian species (1). Phylogenetic analysis has revealed two geographically separate AIV clades, North American and Eurasian, despite occasional intercontinental virus exchange in overlapping bird migration routes (2, 3) .
In the present study, an H9N2 strain, named A/wild bird/Korea/8g-39/2005(H9N2), was isolated from a wild bird in the Re- 
